Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.053; wR factor = 0.150; data-to-parameter ratio = 21.4.
The title compound, C 12 H 16 ClNO 2 S, adopts an L-shaped conformation, with the central C-S-N-C torsion angle being À78.0 (2) . The cyclohexyl ring adopts a chair conformation. In the crystal, adjacent molecules are connected by pairs of N-HÁ Á ÁO hydrogen bonds around an inversion centre, forming cyclic dimers [graph set R 2 2 (8)].
Related literature
For background to the pharmacological uses of sulfonamides, see: Korolkovas (1988) ; Mandell & Sande (1992 Refinement R[F 2 > 2(F 2 )] = 0.053 wR(F 2 ) = 0.150 S = 1.03 3365 reflections 157 parameters 1 restraint H atoms treated by a mixture of independent and constrained refinement Á max = 0.39 e Å À3 Á min = À0.25 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). and Gram-negative microorganisms (Korolkovas, 1988; Mandell & Sande, 1992) . In continuation of our on going structural studies of cyclohexylamine and sulfonamides synthesis (John et al., 2010; Khan et al., 2010; Sharif et al., 2011) , herein the crystal structure of title compound (I) is described.
In (I), (Fig. 1 
Experimental
To 115 µl (1 mmol) of cyclohexylamine in 10 ml distilled water, was added 211 mg (1 mmol) of 4-chlorobenzenesulfonyl chloride while maintaining the pH of reaction mixture at 8 by using 3% sodium carbonate solution. Consumption of the reactants was confirmed by TLC. The pH of reaction mixture was adjusted by 3 N HCl at 3. Precipitates formed, washed with water and crystallized from methanol.
Refinement
The NH H-atom was located in a difference Fourier map and isotropically refined with a distance restraint: N-H = 0.86 (2) Å. C-bound H atoms were placed in calculated positions with C-H distances in the range 0.93-0.98 Å and and were refined using a riding model with U iso (H) = 1.2U eq (C). In the final refinement two low angle reflections evidently effected by the beam stop were omitted, i.e. 0 0 2 and 1 0 0. Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted Rfactors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
Geometric parameters (Å, °)
Cl1-C3 1.731 (4) C10-C11 1.468 (8) S1-O1 1.431 (2) C11-C12 1.531 (6) S1-O2 1.425 (2) C1-H1 0.9300 S1-N1 1.594 (2) C2-H2 0.9300 S1-C6 
